Key indicators: single-crystal X-ray study; T = 100 K; mean () = 0.000 Å; disorder in main residue; R factor = 0.021; wR factor = 0.051; data-to-parameter ratio = 12.6.
Experimental
Crystal data 
Data collection
Bruker SMART APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.656, T max = 1.000 (expected range = 0. Hydrogen-bond geometry (Å , ).
Data collection: APEX2 (Bruker, 2008 ); cell refinement: SAINT (Bruker, 2008) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2009 
Experimental
Commercially-available 4-dimethylaminopyridine hydrobromide perbromide was recrystallized from ethanol to give colourless blocks of (I).
Refinement
The Br 3 anion lies on a twofold rotation axis, but it was allowed to refine off this symmetry element as a three-atom species.
The cation is disordered about another twofold rotation axis; this was refined as a cation with its atoms of half occupancies.
The pyridyl portion was refined as a rigid hexagon of 1.39 Å sides; the pair of N-C methyl distances were restrained to within 0.01 Å of each other. The cation was restrained to be nearly planar, and the anisotropic displacement factors were restrained to be nearly isotropic.
The hydrogen atoms were placed at calculated positions (C-H 0.95, N-H 0.88 Å) and refined as riding with U iso (H) = 1.2U eq (C,N). Figures   Fig. 1 . Thermal ellipsoid plot (Barbour, 2001) of [C 7 H 11 N 2 ][Br 3 ] at the 70% probability level. Hydrogen atoms are drawn as spheres of arbitrary radius.
4-(Dimethylamino)pyridinium tribromide
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

